. Hessian fly did not induce significant changes in enzymatic activity and transcript abundance of γ-glutamylcysteine synthetases in both resistant and susceptible plants. Percentage changes in enzymatic activity and fold changes in transcript abundance in wheat tissues at the feeding site of infested Newton (black bars) and Molly (grey bars) plants was determined by comparing enzymatic activity in infested control plants with that in un-infested control plants. Transcript abundance was determined by qPCR using a pair of primers as shown in Figure S3 .
Enzyme activity
Transcript abundance Figure S3 . Alignment of two sequences encoding putative γ-glutamylcysteine synthetases in wheat. The regions where the primer pair covered are shaded in yellow.
AK333331 GATCGTGTCGGATTCCCGCAATTCGCGCTGAACTTTTTGTTGGTTTTGCGGATTTTTCCG 60 AY864064
----GAGATG--------AAGATCGTTCTGGTGCCTGTGTT-------CAAATTATTTCA 41 *:*: * .*.:*** ***.: * **** *..***:** *.
AK333331
TGTCTCAGGTTTCTGTTTCGGCGGGTTGGGCGTGATGGCGGTCGCGTCGCGCCTGGCGGT 120 AY864064
GATTTGACAATATATTTTTG-----TTTTTCTTGAAG---TTCTATTCCTGTATAAT---90 .* * * .:*: : *** * ** * ***:* ** . ** * .*..
GGCGCGGGTGGTCCAGCCGGACGGCGGCGCGGCGGGCGGGAGGAAGGGGCGTCAGGGGTT 180 AY864064
- Figure S4 . Sequence alignment of genes encoding putative glutathione synthetases in wheat. The TGA stop codon is marked in blue. Nucleotide differences among the sequences are marked in red. The regions where the pair of primers common for the first three sequences were shaded in yellow. The regions for the primer pair specific for sequence AJ579380 are shaded in green.
CK156077
GCTGCGGGATTTGCTGTTTTGGACAGCTTATACCTGACCGACAAGTGATATCACCT-CAG 374 AJ579382
GCTGCGGGATTTGCTGTTTTGGACAGCTTATACCTGACCGACAAGTGATATCACCT-CAG 1451 AJ579381
GCTGCGGGATTTGCTGTTTTGGACAGCTTATACCTGACCGACAAGTGACATAACCT-CAG 1461 AJ579380
GCTGCAGGATTTGCTGTTCTGGACAGCATTCTCCTCACAGATGAGTGAGATAGGAAGGTG 1620 CK156077 GAATAGCAGCTACAAATCCGAACCAGCATTGACCTACCATGGATTTAGCATTCTGTTGCA 434 AJ579382
GAATAGCAGCTACAAATCCGAACCAGCATTGACCTACCATGGATTTAGCATTCTGTTGCA 1511 AJ579381
GAATACCAGCTACAAATCCGAACCAGCATTGACCTACCATGGATTTAGCATTCTGTTGCA 1521 qPCR was carried out using primer pairs either common to CK156077, AJ579381 and AJ579382, or a primer pair specific to AJ579380 as shown in Figure S4 .
Primers specific to AJ579380
Primers common to CK156077 AJ579381 AJ579382 Figure S6 . Sequence alignment of genes encoding putative glutathione peroxidases in wheat. The regions where the primer pairs are covered are shaded in yellow or green. 
CGTGTTGTTGTCTGGTC 851 Figure S7 . Sequence alignment of genes encoding putative glutathione reductases in wheat. The regions where the primer pairs covered are shaded in yellow or green. 
TATGGAGTTTCTGGTATTTCCGGCTCTCTTGGGATTCATCGCCTTGTTGAATCCTTGAAG 1020 ********.********.
BU100842
CATTACATGGCAGTGAAGATGAATCTTGGAGATCCCGACTTTGTTGATGTTGGTGCGGTT 104 
